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Meeting  minutes 


Richard  Hatchett  opens  the  urgent  ad  hoc  SAC  meeting  to  evaluate  the  outbreak  of  the  respiratory 
disease  in  Wuhan  China,  which  has  been  reported  in  the  media  as  a  novel  coronavirus.  The  SAC  is 
sought  for  advice  on  if  and  potentially  when  CEPI  should  take  specific  action. 

Please  note,  information  provided  within  this  meeting  summary  is  correct  as  ofio  January  2020. 
Epidemiological  information  provided  may  change  as  the  COVID-ig  outbreak  progresses. 


Update  from  WHO1 

Ana-Maria  Henao  Restrepo  (AR)  updated  meeting  attendees  on  the  situation  following  the  Global 
Coordinating  Mechanism  (GCM)  just  prior  to  the  SAC. 

As  of  10  January  2020,  information  reported  to  the  World  Health  Organization  reported  59  cases  (later 
scaled  back  to  41  see  below)2,  all  in  Wuhan,  China,  and  all  in  contact  with  the  animal  market.  No 
human  to  human  transmission  has  been  reported  and  no  data  shows  easily  passage  from  person  to 
person;  all  cases  identified  have  been  transmitted  from  contact  with  animal  potentially  from  the  fish 
and  live  animal  market  in  Wuhan.  The  animal  source  has  not  been  identified  yet.  Risk  of  spread  is 
unknown,  but  it  is  noted  that  this  is  a  respiratory  virus.  Although  seven  severe  cases  have  been 
reported,  so  far  there  have  not  been  any  fatalities  and  no  spread  form  Wuhan.  As  per  present 
information,  there  is  60-70%  sequence  homology  with  SARS  (Update  below).  Patients  have  been 
screened  for  Legionnaires'  disease,  SARS  and  flu.  WHO  is  activating  Incident  Response.  We  need  to 
work  with  the  Chinese  authorities  to  ensure  the  genomic  sequence  is  made  publicly  available. 

SAGE  advice  for  R&D  Blueprint 

1.  Standardisation  and  sharing  of  data;  how  to  collect  it  in  systematic  way 

2.  Need  reliable  diagnostics 

3.  Therapeutics  for  corona  and  MERS  could  be  used 

4.  Will  update  vaccine  response  for  MERS  and  adapt  for  this  outbreak. 

5.  Look  into  trial  designs 

6.  All  partners  need  to  share  data  widely 

There  was  a  brief  discussion  after  the  sharing  of  WHO  status  information,  regarding  the  availability  of 
the  genomic  sequence  of  the  virus  and  what  possible  measures  could  be  done  to  make  the  sequence 
public.  All  communication  in  China  is  through  the  government  and  the  Ministry  of  Health. 

It  was  underlined  that  the  Chinese  authorities  have  reported  the  virus  as  novel  with  a  50-70%  genetic 
homology  to  other  known  coronaviruses.  There  are  hundreds  of  contacts  reported  to  be  followed  up. 
The  last  case  was  reported  on  5  January.  There  is  little  knowledge  of  incubation  period  and  based  on 
newly  reported  cases  it  could  be  that  the  epidemiological  peak  of  the  outbreak  is  over.  WHO  hope  that 
more  information  will  be  made  available  soon. 


Vaccine  pipeline  overview 

The  CEPI  pipeline  analysis  for  MERs  and  SARs  was  presented  by  Melanie.  This  was  last  updated  in 
November  2019. 


1  Information  correct  as  of  10  January  2020 

2  See  10  January  2020  WHO  Western  Pacific  Regional  Office  Twitter  thread . 
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CEPI  is  funding  and  facilitating  the  development  of  4  MERS  vaccine  candidates.  Three  of  these  are  in 
Phase  I.  In  addition,  CEPI  has  one  platform  developer  that  works  on  MERS  (University  of  Queensland 
molecular  clamp).  CEPI  has  informally  spoken  to  4  developers  in  regard  their  willingness  to  work  on  a 
novel  strain  and  received  a  positive  feedback  if  help  will  be  needed.  As  a  part  of  the  contract  with  the 
developers  for  rapid  response  platforms,  there  is  the  option  for  alive  fire  exercise  which  could  be 
implemented  here  if  needed.  The  current  portfolio  is  at  early  stage  and  thus  may  have  limitations  for 
this  exercise  at  this  stage.  However,  the  University  of  Queensland  molecular  clamp  technology  is 
rapidly  approaching  the  stage  for  such  testing. 

The  WHO  Blueprint  team  is  in  activation  mode  and  will  publish  the  development  and  on  their  web 
pages  regarding: 

1.  Products  in  pipeline 

2.  Developing  product  selection  criteria 

3.  Outline  of  trial  design 


Discussion 

Helen  Rees  asked  attendees  three  questions: 

Ql:  What  actions  if  any  should  CEPI  take  now? 

Q2:  What  would  be  epi  trigger  for  taking  actions? 

Q3 :  What  should  CEPI  be  prepared  to  move  quickly  on,  if  anything? 

In  discussion: 

•  Epidemiological  triggers: 

o  WHO  indicated  the  current  epidemiology  is  insufficient  to  reach  a  clear  conclusion. 
Nevertheless,  WHO  are  in  full  alert  mode  -  and  are  preparing  for  spill-over  to  other 
countries  and  to  have  clear  pipeline,  systems,  and  protocols  in  place, 
o  Key  triggers  to  act  include  evidence  of  human  to  human  transmission,  and  a  spread  of 
infection  outside  of  those  in  the  market.  Another  consideration  is  the  mortality  rate. 

•  CEPI  actions 

o  The  current  vaccines  in  development  within  and  outside  the  CEPI  pipeline  aim  at  other 
corona  virus  as  MERS  and  the  efficacy  of  these  vaccines  against  the  novel  coronavirus 
from  Wuhan  is  uncertain. 

o  So  far,  CEPI  has  had  an  alert  posture.  There  are  a  graded  set  of  actions  CEPI  could  take. 
While  the  threshold  for  clinical  development  is  high,  CEPI  should  consider  what  would 
necessitate  action  or  what  low-regret  actions  would  be  prudent, 
o  Actions  discussed: 

■  Looking  to  start  RNA  sequencing  and  making  DNA  through  rapid  response 
platforms 

■  View  as  a  potential  Disease  X  rehearsal:  look  at  what  needs  to  be  put  in  place, 

■  CEPI  will  support  WHO’s  vaccine  landscape  mapping.  At  the  Global 
Coordinating  Mechanism  CEPI  expressed  willingness  to  support 

■  CEPI  reaching  out  to  current  developers 

■  At  the  moment  CEPI  and  others  are  not  in  a  position  to  make  a  threat 
assessment.  However,  low  cost  initial  investigations  are  attractive  and  there  is 
not  a  high  threshold  for  this.  There  are  other  companies  outside  CEPI 
including  Chinese  ones.  CEPI  should  discuss  with  developers  it  both  funds, 
and  those  it  does  not,  to  see  whether  they  are  likely,  to  initiate  work  with  this 
new  strain  in  terms  of: 

•  l)  capacities  (lab,  manpower,  etc.,) 

•  2)  availability  (prioritization  amongst  other  running  programmes  to 
drop  or  postpone), 
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•  3)  starting  material  (ability  to  access  the  strain,  its  specific?  Protein  S 
or  gene  sequence  considering  the  technology  of  the  platform), 

•  4)  delays  versus  production  delays  (how  much  after  how  many 
weeks), 

•  5)  safety:  how  would/should  this  new  strain  be  regarded  in  terms  of 
safety  (rather  than  efficacy)  if  behaving  similarly  with  their  pilot  and 
considering  the  available  information  today  of  the  pilot? 

•  Consider  if  the  CFP2R  for  immunoprophylactic  technology  platforms  could  be 
used  to  support  the  production  of  specific  immune -globulins  either 
artificially  or  based  on  recovered  patients. 

o  With  the  limited  information  available  on  the  genetics  and  disease  characteristics 
there  is  difficult  to  push  any  “go  buttons”  to  get  development  of  initial  material  for  an 
efficient  vaccine  going.  The  isolated  virus  will  also  be  needed  for  further  development 
of  a  vaccine  for  testing  in  animal  and  challenge  models.  This  could  be  a  rehearsal  for 
disease  X,  pointing  back  to  the  CEPI  contract  with  platform  developers., 

•  Other  points  raised  in  discussion 

o  Rapid  access  to  the  genetic  sequence  of  the  virus  is  the  first  step  towards  a  16-week 
development  target. 

o  Priming  regulatory  agencies  would  be  sensible  to  do  in  this  exercise  to  seek  advice  on 
development  of  the  platform  technologies. 

o  Sequence  comparisons  will  be  important  for  developing  a  targeted  vaccine.  Other 
organisations  may  want  to  take  a  part  in  this  too  -  e.g.  BARDA,  CDC  and  GloPID  R. 


Conclusions 

•  WHO  is  working  at  highest  diplomatic  levels  to  promote  sharing  of  sequence  and  virus 

•  WHO  convening  a  review  process  for  all  vaccine  candidates  and  study  designs.  CEPI  has  agreed  to 
provide  as  much  information  as  possible  from  CEPI’s  landscape  analysis 

•  More  epidemiology  data  is  really  needed  about  human  to  human  transmission,  animal  source  etc., 

•  This  is  a  good  rehearsal  for  a  Disease  X  situation,  and  on  this  basis  the  SAC  supported  proceeding 
with  exploring  DNA  and  RNA 

•  Depending  on  how  the  epidemiology  develops,  CEPI  may  need  to  and  should  be  prepared  to  work 
with  developers  beyond  those  it  currently  partners  with 

•  The  SAC  should  reconvene  urgently  if  things  change. 

Suggested  epidemiological  triggers  for  taking  action: 

1)  Evidence  for  human  to  human  transmission 

2)  Evidence  for  infections  outside  the  Wuhan  market 

3)  Mortality  (CFR) 


Next  Steps 

•  Follow  the  epidemic  development  and  evaluate  the  need  for  CEPI  to  take  action. 

•  Follow  up  requests  from  WHO  sharing  information  of  relevant  vaccine  pipelines 

•  Discuss  with  developers  for  “live  fire  exercise”  or  other  actions  that  can  help  in  the  situation. 

•  Share  experience  in  vaccine  trial  design  with  WHO 

•  Reconsolidate  with  SAC  before  for  potential  action  to  take  place. 
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Updated  information  January  12-13 


•  Sequence  of  Corona  virus  has  become  public: 

o  http://virological.Org/t/initial-genome-release-of-novel-coronavirus/siQ 

•  The  published  nCoV  is  89%  similar  to  SARS-related  bat  coronavirus  in  the  Sarbecovirus  group 
of  beta  coronaviruses.  See  phylogenetic  tree  below. 

•  Number  of  cases  which  has  been  reported  has  been  scaled  back  to  41  and  the  first  noted  the 
death  has  been  reported:  www.cidrap.umn.edu/news-perspective/2020/0l/china-releases- 
genetic  -  data-  new-  coronavirus  -  now-  deadly 

•  The  patient  who  died  is  apparently  a  6l-year-old  man  who  had  chronic  liver  disease  and  was  a 
frequent  customer  at  the  market  at  the  center  of  the  investigation 

•  Symptom  onset  of  the  41  confirmed  nCoV  cases  ranges  from  8  December  2019  to  2  January 
2020.  No  additional  cases  have  been  detected  since  3  January  2020. 


Phylogenetic  tree  of  Corona  virus  with  WH-Human  CoV: 


KC243390.1  BatCoV  /8-724/Pip  pyg/ROU/2009 
KC869678.4_BatCoV_Neoromicia/PML-PHE1/RSA/2011 
KJ71 3299.1  MERS-CoV  KSA-CAMEL-376 
JX869059.2_MERS-CoV_Human 

NC_022643.1_Betacoronavirus_Erinaceus/VMC/DEU/201 2 
EF065505.1_BatCoV_HKU4-1 


EF065509.1  BatCoV  HKU5-1 


r  AY585228. 1  _HumanCoV_OC43 
r  DQ01 1 855. 1  ^PorcineFlemagglutinatingEncephalomyelitis 
Hr  EF446615-1  Equine  CoV  strainNC99 
4-  KU558922.1  Betacoronavirus  1  BuffaloCoV  B1-24F 
FJ4251 88. 1  _Sambar_deer_CoV_US/OH-WD388-TC/1 994 
FJ938064. 1  _Bovine_CoV_E-AH  1 87-TC 
1  FJ938065.1  Bovine  respiratory  CoV  AFI187 
_| _ FJ938068.1_Rat_coronavirus 


AC  000192.1  Murine  hepatitis 
KJ020608. 1  _BatCoV/B55740/S.  kuh/CB/Tha/6/201 2 


1  KJ020604.1  BatCoV  B55700-3/Cyn  sph/CB/Tha/5/201 2 

-  HQ728482. 1  _Eidolon_BatCoV_Kenya/KY24/2006 

I  AB918719.1  BatCoV  FB2012-8F 

I - L  AB9 1 87 1 7. 1  _BatCo V_ I F B20 1 2- 1 3F 

_J  1  AB918718.1  BatCoV  IFB2012-17F 

1  I -  HM211099.1_BatCoV_HKU9-5-2 

1 - I  1—  GU065421 .1  Kenya  BatCoV  BtKY77 

l-  HQ728483. 1  _Rousettus_BatCo  V_Kenya/KY06/2006 
L  EF06551 3.1  _BatCoV_FIKU9-1 

-  KX520654. 1  _BatCoV_strainRK059 

—  AB539081 .1_BatCoV_Philippines/Diliman1525G2/2008 
NC_0 1 4470. 1  _ BatCo V  BM48-3 1  /BG  R/2008 
WH-Human_1IChinal201 9-Dec 
DQ071615.1  Bat  SARSr-CoV  Rp3 
AY278741 .1  _SARS-CoV_Urbani 
AY304486.1  SARS-CoV  SZ3 
JX993988. 1  _BatCo  V_Bat_Cp/Y  unnan201 1 

DQ022305.2  Bat  SARSr-CoV  HKU3-1 
DQ41 2042  1_Bat_SARSr-CoV_Rf  1 
HQ1 6691 0.1  Zaria  BatCoV 

FJ71 0043. 1  _BatCoV_Hipposideros/GhanaBoo/348/2008 
EU769557.1  BatCoV  Trinidad/1  FY2BA/2007 

HQ728484. 1  _Miniopterus_BatCoV_Kenya/KY27/2006 
BatCoV_Miniopterus_2_1  B 
BatCoV_Miniopterus_1  A 

-  DQ666339.1  BatCoV  HKU7  strain WCF88 

-  EU420 139.1  BatCoV  HKU8  strainAFCD77 

HQ72848 1 . 1  _Chaerephon_BatCo  V_Kenya/KY41  /2006 
AY567487.2  HumanCoV  NL63 
AF304460.1  HumanCoV  229E 

EF203065. 1  _BatCoV_HKU2_strainHK/46/2006 
HQ728480. 1  _Cardioderma_BatCoV_Kenya/KY43/2006 
JQ989273.1  Hipposideros  BatCoV  HKU10 
NC_0221 03. 1  _BatCoV_CDPHE  1 5/USA/2006 

AF35351 1 .1  PEDV  strainCV777 
GUI  9021 6. 1  _BatCoV_NM98-62/GER/2008 
DQ648858.1  BatCoV  BtCoV/5 12/2005 
AY994055. 1  _FelinelnfectiousPeritonitis 
—  DQ81 1787.1  _PRCV_ISU-1 
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Preliminary  maximum  likelihood  phylogenetic  analysis  of  novel  Wuhan,  China  human  CoV  GenBank  (accession  MN908947). 


Tree  based  on  partial  RdRp  gene  sequence  (41  Obp),  aligned  with  representative  human  and  animal  CoV  sequences  from  Genbank. 


Rapid  analysis  by  Kevin  Olival,  EcoHealth  Alliance  - 11  Jan  2020  (12:30pm  EST) 


EcoHealth  Alliance 
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